INTRODUCTION
The Chinese citrus fruit fly, Bactrocera minax (Enderlein) (Diptera: Tephritidae) , 36 is an important economic pest of citrus in China, Bhutan and India (Dorij et al. 2006;  the circadian clock in summer diapause induction in onion maggot, Delia antiqua 80 (Ren at al. 2018) . In obligatory diapause insects, a few univoltine insects enter 81 obligatory diapause at specific stages in each generation regardless of the 82 environmental cues it receives. However, little is known about how a diapause 83 induction is regulated in obligatory diapause insects. Therefore, understanding the 84 diapause-inducing mechanism of obligatory diapause insects may enrich the research 85 status of insect diapause and contribute to the in-depth elucidation of the molecular 86 regulation mechanism of insect diapause induction. 87 Recently, Next-generation sequencing has widely been used to characterize 88 genomes and transcriptomes, especially for insects without reference genome Clean data were mapped back onto the assembled transcriptome and read count for 149 each gene was obtained from the mapping results. Differential expression analysis of 150 two groups was performed using the DESeq R package (1.10.1). DESeq provide 151 statistical routines for determining differential expression in digital gene expression 152 data using a model based on the negative binomial distribution. The resulting P values 153 were adjusted using the Benjamini and Hochberg's approach for controlling the false 154 discovery rate (FDR). Genes with an adjusted FDR <0.001 and |log 2 FC (fold change)| 155 ≥2 were assigned as differentially expressed. Hercules, CA, USA). Amplification conditions were as follows: initial denaturation at 174 95˚C for 30s; followed by 40 cycles of denaturation at 95˚C for 5s, 60˚C for 30s.
156

Function and pathway enrichment analysis of DEGs
175
Pearson's r correlation coefficient was calculated to evaluate the correlation between 176 the qRT-PCR and DEG data. Three biological and three technical replicates were 177 performed for each gene. (Table 1 ). The number of clean reads ranged from 24,190,185 to 192 30,582,464, and the ratio of mapped reads exceed 80.64% in all libraries (Table S2 ).
193
The transcripts were further assembled into 116,402 unigenes with a mean length of Of all unigenes, 54,781 (47.06%) unigenes were successfully annotated (Table 1) .
199
A total of 44,274 (38.04%) unigenes were annotated in Nr database, because the 200 genome sequence of B. minax has not been reported, sequence alignment of the 201 experimental unigenes was performed using the known genomes of other species. In 202 the species distribution showed that genes from B. minax had the greatest number of 203 matches with those of the Bactrocera dorsalis (5,837, 13.2%), followed by 204 Bactrocera cucurbitae (4,968, 11.23%) ( Figure 2 ).
205
GO is a standardized gene functional classification system that provides a 206 structured and controlled vocabulary to predict gene function (Ashburner et al. 2000) .
207
In this experiment, 21,966 (18.87%) unigenes were grouped into 58 GO functional 208 categories, which were distributed under three categories of Biological Process (n=20), biological process, metabolic process, single-organism process and cellular process 211 were the top 3 abundant groups. In term of molecular function, the catalytic activity 212 category was the most abundant, followed by the binding and transporter activity 213 categories. Among the cellular components, the cell, cell part and organelle accounted 214 for the majority of unigenes in unigene classification ( Figure 3 ).
215
To analyze the integrity of the libraries and the effectiveness of the annotation 216 process, COG functional classification was performed on the unigene alignment with 217 the COG database using gapped blast and PSI blast program (Altschul 1997) . A total 218 18,833 unigenes were annotated to 24 COG categories ( Figure 4 ). The largest group 219 in the cluster was "general function prediction only", with 4848 unigenes; followed 220 by "translation, ribosomal structure and biogenesis", with 2533 unigenes and "amino 221 acid transport and metabolism", with 2256 unigenes.
222
The KEGG pathway assignment was also performed for all assembled unigenes 223 to categorize gene functions, focusing on biochemical pathways (Kanehisa and Goto, 224 2000). A total of 22,366 unigenes were annotated against the KEGG database and 225 were assigned to 295 pathways (Table 1) . Among these pathways, ribosome, carbon 226 metabolism and protein processing in endoplasmic reticulum were the most 227 represented, with 1002 unigenes, 878 unigenes and 669 unigenes, respectively (Table   228   S3 ). We identified the areas of interest to further analyze these annotations, providing Table S4 . 250 KEGG pathway enrichment analysis showed that 41 pathways were significantly 251 enriched with corrected P value ≤ 0.05 in 3L vs 2L, P vs 2L and P vs 3L. All of the 252 significant pathways are listed in Table S5 . Of these, in 3L vs 2L, most DEGs were (Table S4 and Table S5 ). Cross talk between the brain and fat body 357 as a regulator of diapause suggested that the TCA cycle may be a checkpoint for (Table S8 ). These patterns indicated a metabolic switch 362 during diapause induction, and some candidate genes were revealed may as potential 
